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<160> 4 

<170> FastSEQ for Windows Version 4.0 

<210> 1 
<211> 1973 
<212> DNA 

<213> Mus mus cuius 
<400> 1 

catgaaggtt cctcctgtcc tgcttctctt tcttctgtcc tcagtgcgag ctactgagca 60 

accgcaggtc gtcactgagc atcccagcat ggaggcagcc ctgaccgggc ccaacgcctc 120 

ctcgcacttc tgggccaact acactttctc tgactggcag aacttcgtgg gcaggagacg 130 

ttatggggcc gagtcccaga accccacggt gaaagcactg ctcatcgtgg cctactcatt 240 

caccatcgtc ttctcgctct tcggtaatgt cctggtctgt catgtcatct tcaagaacca 300 

gcgcatgcac tcggccacca gcctcttcat tgtcaacctg gcagtggcgg acatcatgat 3 60 

cacattgctc aacacgccct tcactttggt ccgctttgtg aacagcacat gggtgtttgg 420 

gaagggcatg tgtcatgtca gtcgctttgc tcagtactgt tctctacatg tctcagcact 430 

gactctgaca gctatcgcag tggaccgcca ccaggtcatc atgcatccac tgaagcctcg 540 

gatctccatc accaagggtg tcatatatat tgctgtcatc tgggtcatgg ctaccttctt 600 

ctctctgcca catgccat:t gccagaaacc gtttaccttc aagtacagtg aggacattgt 660 

gcgctccctc tgcctgccgg acttcccgga gccagctgac ctcttctgga agtatctgga 720 

cctggccacc ttcatcctgc tctacctac: tcoactcttc attatctcag tggcctatgc 730 

tcgtgtggcc aagaagctgt ggctctgtaa caccattggc gacgtgacca cagagcagta 840 

cctcgccctg cgacgcaaga agaagaccac cgtgaagatg ctggtgcttg tggtagtcct 900 

ctttgccctc tgctggttcc ctctcaactg ctatgtcctc ctcttgtcca gcaaggccat 960 

ccacaccaac aatgccctct actttgcctt ccactggttt gccatgagca gtacttgtta 1020 

taaccccttc atctactgct ggctcaatga gaactttagg gttgagctta aggcattgct 10S0 

gagcatgtgc caaaggccac ccaagccgca ggaagacagg ctaccctccc cagttccttc 1140 

cttcagggtg gcatggacag agaagagcca tggtcggagg gctccactac ctaatcacca 1200 

cttgccctct tcccagatcc agtctgggaa gacagatctg tcatctgtgg aacccgttgt 1260 

ggccatgagt tagggaaagc tggaagttgg tgggggaggg tcctttcctc tcacaattga 1320 

ccagacacta acagagttgg aaagtaacac agaagcagtg agatgcttgg gttcctagga 13 8 0 

acctgtccag ccccatctga tttgcaaact ttctagaaga tgccatgagg tggtgtgtgt 1440 

agatctttga gcaagagctc tggaaaccac ctcagcttca acagaggctg gtccagtcaa 1500 

ccacctccaa ttgtgtagca tctgccacct tgcccttcct actgctgagc aaccacaggg 1560 

ggacttgagc catactattg gtgggcctgc cccacatgct cagaaaagaa caggcacaaa 1620 

ggctttctga agtcattgga acaggaataa tcacacagct tcagtgacct tggctctatc 1680 



1 



catgaccaga caggacccat tttggcttct taaaaacaaa gagaaattag tattgccact 1740 

ttgaaaagtt cagaaaagta aagaaatgag ttcagccctc aatttgtaaa aaaaggaaaa 1800 

aagaaaaaaa aaagaaaaag aaagaaaaaa gcctgttaat atgctgtaaa tttatctgta 1860 

gctttgcctt ctgtgtgtgt acatttgtac ttttaaaatc ctgaactaca cgtgtccatg 1920 

tagattgtaa taattagcaa gaaactggaa tatatcagag tattattgaa ttc 1973 

<210> 2 
<211> 423 
<212> PRT 

<213> Mus mus cuius 
<400> 2 

Met Lys Val Pro Pro Val Leu Leu Leu Phe Leu Leu 3er Ser Val Arg 

15 10 15 

Ala Thr Glu Gin Pro Gin Val Val Thr GLu His Pro Ser Met Glu Ala 

2 0 2 5 3 0 

Ala Leu Thr Gly Pro Asn Ala Ser Ser His Phe Trp Ala Asn Tyr Thr 

3 5 4 0 4 5 

Phe Ser Asp Trp Gin Asn Phe Val Gly Arg Arg Arg Tyr Gly Ala Hu 

50 55 60 

Ser Gin Asn Pro Thr Val Lys A La Leu Leu He Val Ala Tyr Ser Phe 
6 5 7 0 7 5 8 0 

Thr lie Val Phe Ser Leu Phe Gly Asn Val Leu Val Cys His Val lie 

85 90 95 

Phe Lys Asn Gin Arg Met His Ser Ala Thr Ser Leu Phe He Val Asn 

100 105 110 

Leu Ala Val Ala Asp lie Met He Thr Leu Leu Asn Thr Pro Phe Thr 

115 120 125 

Leu Val Arg Phe Val Asn Ser Thr Trp Val Phe Gly Lys Gly Met Gys 

L30 135 140 

His Val Ser Arg Phe Ala Gin Tyr Gys Ser Leu His Val Ser Ala Leu 
145 150 155 160 

Thr Leu Thr Ala He Ala Val Asp Arg His Gin Val lie Met His Pro 

165 170 175 

Leu Lys Pro Arg He Ser He Thr Lys Gly Val He Tyr lie Ala Val 

180 185 190 

He Trp Val Met Ala Thr Phe Phe Ser Leu Pro His Ala He Cys Gin 

195 2:j0 2 05 

Lys Leu Phe Thr Phe Lys Tyr Ser GLu Asp He Val Arg Ser Leu Gys 

210 2 15 2 2 0 

Leu Pro Asp Phe Pro Glu Pro Ala Asp Leu Phe Trp Lys Tyr Leu Asp 
22 5 23 0 23 5 ' 240 

Leu Ala Thr Phe He Leu Leu Tyr Leu Leu Pro Leu Phe He He Ser 

245 250 255 

Val Ala Tyr Ala. Arg Val Ala Lys Lys Leu Trp Leu Cys Asn Thr I'L e 

260 265 270 

Gly Asp Val Thr Thr Glu Gin Tyr Leu Ala Leu Arg Arg Lys Lys Lys 

275 130 285 

Thr Thr Val Lys Met Leu Val Leu Val Val Val Leu Phe Ala Leu Cys 

2 9 0 2 9 5 3 0 0 

Trp Phe Pro Leu Asn Cys Tyr Val Leu Leu Leu Ser Ser Lys Ala lie 
305 310 3 15 310 

His Thr Asn Asn Ala Leu Tyr Phe Ala Phe His Trp Phe Ala Met Ser 

3 2 5 3 3 0 3 3 5 

Ser Thr Cys Tyr Asn Pro Phe He Tyr Cys Trp Leu Asn Glu Asn Phe 

340 845 350 

Arg Val Glu Leu Lys Ala Leu Leu Ser Met Cys Gin Arg Pro Pro Lys 

355 3 6 0 365 

Pro Gin Glu Asp Arg Leu Pro Ser Pro Val Pro Ser Phe Arg Val Ala 

370 375 380 

Trp Thr Glu Lys Ser His Gly Arg Arg Ala Pro Leu Pro Asn His His 



• 



- 385 ' 390 395 400 

Leu Pro Ser Ser Gin lie Gin Ser Gly Lys Thr Asp Leu Ser Ser Val 

405 410 415 

Glu Pro Val Val Ala Met Ser 
420 



<210> 3 
<211> 200 
<2 12> DNA 

<213> Artificial Sequence 
<220> 

<223> Targeting Vector 



<400> 3 

ctggcacggt ccaggttcac tcggaggccc 
c::ctggctcc ctctgtggtg tggactcctc 
gcctccaggc acagagcccg gcagggagct 
gacatgaagg tttctcctgt 



gggcttcctc tgtgccccgt gcccctcgct 60 
tagcccggtg cgctcagccc ctcgcaccca 120 
cagcccttgt gcctagagct gcagtggctg 180 

200 



<210> 4 
<Jll> 200 
<2 12> DNA 

<213> Artificial Sequence 
<220> 

<223> Targeting Vector 



<400> 4 

cagcactgac tctgacagct atcgcagtgg 
gcagcatgct cccatctccg tctatgcctg 
ctgtagggaa tactctcagg acagtgactc 
cctccttgtt gatcaatttg 



accgccacca ggtgagagca cctgtcccca 60 
gctggctggt gggaatactg ccaccacggt 120 
attcagtccc gctgacagcg tgtgtgcttg 180 

200 
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